The entire sequence complexity of the normal maize mitochondrial genome (genotype B37) can be arranged on a circular DNA molecule as found by Lonsdale et al. (1984) (genotype WF9). 351 sites have been mapped, using the restriction enzymes BamHI, Xhol, Smal as described in Fauron et al. 1988 , submitted.
The summation of the restriction length for each of the enzymes are: 568.90 for BamHI, 569.48 for Xhol, 569.98 for Smal.
The relative order of some small contiguous fragments in three places in the genome has not been determined (shown between parentheses, figure IB) . The BamHI map, Xhol map and Smal maps were constructed independently of one another, and the order of sites from two different enzymes located very close to each other, might not be correctly represented.
The slight difference in size seen between some Smal fragments of homologous location in N-B37 and N-WF9 (Lonsdale et al. 1984 ), could be due to a lack of precise measurement. The 11 kb repeat and the 14B kb repeat (figure 1) are the 10 kb repeat and 12 kb repeat whose size was probably underestimated in Lonsdale et al. 1984 To whom correspondence should be addressed
